
Supplementary figures 

 

Figure S1: Amino acid sequence alignment of the GyrA homologs from E. coli (NCBI accession no. AAG57360.1), S. Typhi (NCBI 

accession no. AAO68297.1) and S. Typhimurium (NCBI accession no. AAL21173.1). The red box indicates the QRDR (Ala67-

Gln106). 



 

Figure S2: Amino acid sequence alignment of the GyrB homologs from E. coli (NCBI accession no. AAG58896.1), S. Typhi (NCBI 

accession no. AAO71180.1) and S. Typhimurium (NCBI accession no. AAL22694.1). The red box indicates the QRDR (Asp426-

Lys447). 



 

Figure S3: Amino acid sequence alignment of the ParC homologs from E. coli (NCBI accession no. AAG58155.1), S. Typhi (NCBI 

accession no. AAO70639.1) and S. Typhimurium (NCBI accession no. AAL22048.1). The red box indicates the QRDR (Ala64 to 

Gln103). 



 



Figure S4: Amino acid sequence alignment fofor the ParE homologs from E. coli (NCBI accession no. AAG58169.1), S. Typhi (NCBI 

accession no. AAO70645.1) and S. Typhimurium (NCBI accession no. AAL22055.1). The red box indicates the QRDR (Asp420- 

Lys441). 


	Supplementary figures

